. Oligonucleotides used for plasmid construction site-directed mutagenesis and DNA sequencing. If an enzymatic restriction site is included in the sequence, the enzyme restriction site is underlined. f indicates forward primer and r indicates reverse primer. P indicates promoter.
Purpose/Name Sequence (5'-3')
Plasmid construction 
2769-f ATGGATCGGCTTCAGTGCC

2769-r AATGACTGCCCCGAGGTTC
rrsG-f TATTGCACAATGGGCGCAAG rrsG-r ACTTAACAAACCGCCTGCGT Figure S1 . Gene and protein sequences of yoeB-yefM operon in Streptomyces sp. SCSIO 02999. The sequences encoding yoeB and yefM is shown as indicated, and the protein sequences of YoeB and YefM were also shown together with length and size. The 500 bp of yefM 5' UTR region was also shown, the palindrome was highlighted, the green indicated the palindrome. The ribosome binding site (RBS) is highlighted box. The start and stop codons for yoeB and yefM are highlighted in red and blue, respectively. The overlapped four bases are underlined. Growth and CFU of orf2769-orf2770. (C) Growth and CFU of orf2767-orf2766. Monitor the growth of the E. coli strains harboring the pCA24N-based plasmids with IPTG (1 mM) at OD600~0.1 by absorbance at 600 nm and cell viability (CFUs/ml) was determined on LB agar plates containing chloramphenicol (30 µg/ml) at the time points indicated. Figure S4 . Gene and protein sequences of orf2769-orf2770 operon in Streptomyces sp. SCSIO 02999. The sequence encoding orf2769 and orf2770 is shown as indicated, and the protein sequences of Orf2769 and Orf2770 were also shown together with length and size. The 500 bp of orf2769 5' UTR region was also shown, the palindrome was highlighted, the green indicated the palindrome. The start and stop codons for orf2769 and orf2770 are highlighted in red and blue, respectively. The overlapped four bases are underlined. Figure S5 . Gene and protein sequences of orf2767-orf2766 operon in Streptomyces sp. SCSIO 02999. The sequence encoding orf2766 and orf2767 is shown as indicated, and the protein sequences of Orf2766 and Orf2767 were also shown together with length and size. The 500 bp of orf2766 5' UTR region was also shown, the palindrome was highlighted, the green indicated the palindrome. The start and stop codons for orf2766 and orf2767 are highlighted in red and blue, respectively. Figure S6 . ClpXP proteases could not degrade the antitoxin YefM in E. coli. The mutant strains ∆clpP and ∆clpX harboring the plasmid pCA24N-NHis-yefM were induced with 0.5 mM IPTG for 30 min, and added 1% spectinomycin (100 µg/ml) into the strains to activate a stress response. Collected the equivalent amount cells at 0 min, 30 min, 60 min and 120 min and then ran the Tricine-SDS-PAGE for western blot assay. The Tricine-SDS-PAGE (upper panel) and western blot (lower panel) shown that the antitoxin YefM was degraded in the mutant strains ∆clpP (A) and ∆clpX (B). Figure S7 . Lon protease degrades the antitoxin Orf2770 in E. coli. The strains E. coli K-12 BW25113 WT, ∆lon, ∆clpP and ∆clpX harboring the plasmid pCA24N-NHis-2770 were induced with 0.5 mM IPTG for 30 min, and added 1% spectinomycin (100 µg/ml) into the strains to activate a stress response. Collected the equivalent amount cells at 0 min, 30 min, 60 min and 120 min and then ran the Tricine-SDS-PAGE for western blot assay. The Tricine-SDS-PAGE (upper panel) and western blot (lower panel) shown that the antitoxin Orf2770 was degraded in the WT (A) ∆clpP (C) and ∆clpX (D) but was not degraded in ∆lon strain (B).
